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We compared the coreceptor tropism-predicting performance of a specific
genotypic algorithm for HIV-1 subtype D and that of the geno2pheno algorithm
with different cutoffs. The D-specific algorithm and geno2pheno with a false-
positivity rate cutoff of 2.5% had the same concordance with the phenotypic
determination. The geno2pheno algorithm with a false-positivity rate cutoff of
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